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The study of the proteome provides a large-scale dynamic view on the temporal and spatial patterns of expression
of the genome and may result in a successful strategy to link genes to phenotype as an alternative to DNA
approaches. The common bean (Phaseolus vulgaris L.) is the grain legume most widely consumed in the world
and the most important source of proteins for many countries. It was suggested to be a diploid model species
within the legume family, since it displays particular characteristics regarding breeding (extreme selfing species),
its symbioses with Rhizobium bacteria, synteny with other legumes and its specific model of evolution, where
multiple domestications took place in America from wild populations (Mesoamerica and Andes) (McClean et al,
2008). In proteomic studies, protein extraction is a critical step that determines the level of quality of downstream
protein separation, analysis and identification. A recent study of our team has suggested that the phenol-based
extraction protocol should be the first choice to draw a more reliable and complete profile of the bean seed
proteome (De La Fuente et al, 2010). Under this basis, we are performing a diversity analysis between individuals
of the Mesoamerican and Andean pools applying proteomic tools (2-DE and mass spectrometry) to bean seed
proteins extracted by phenol method. The results will be discussed in the light of the 2-DE gel patterns achieved
for each pool, as well as we will try to assess the qualitative and quantitative differences between both analysed
varieties of bean.
